1
H, 13 C and twodimensional experimental data analysis see: Koch et al. (2005) ; Siegel et al. (2010) . For the biological activity see: Aly et al. (2008) .
Experimental
Crystal data Table 1 Hydrogen-bond geometry (Å , ). 
Data collection: APEX2 (Bruker, 2007); cell refinement: SAINT (Bruker, 2007); data reduction: SAINT; program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL-Plus (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97. 
Comment
The title compound was isolated from an endophytic Alternaria sp. from the host plant Catharanthus roseus. Alternariol 9-O-methyl ether is a mycotoxin often isolated from Alternaria sp.. It has been reported to exhibit mild antimicrobial activity (An et al., 1989; Wen 2009; Ashour et al., 2011) , cytotoxicity and protein kinase inhibitory activity (Aly et al., 2008) . 1 H,
13
C and two-dimensional NMR spectral data was reported previously (Koch et al., 2005; Siegel et al., 2010) .
Although mycotoxins have been studied extensively, the single-crystal structure of alternariol 9-O-methy ether is reported here for the first time.
An ORTEP view of the title compound ( Fig. 1) shows an intramolecular O4-H4···O3 hydrogen bond. The two centrosymmetric partners make a total of four interactions -the two hydrogen bonds O1-H1···O3
(iii) and C4- 
Experimental
Alternaria sp. was isolated from Catharanthus roseus and cultured in malt extract media for production of secondary metabolites. The crude ethyl acetate extract was fractionated on silica gel with a stepwise gradient of hexane to ethyl acetate and to methanol to yield 12 fractions. Fractions 6 and 7, which were eluted with 2:1 and 1:1 hexane, ethyl acetate showed fine needle like crystals on slow evaporation. These fine needles were recrystallized using dichloromethane to yield plate like crystals for crystallographic analysis. The positive and negative ESI-MS analysis of the title compound program(s) used to solve structure: SHELXS97 (Sheldrick, 2008 ); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008) ; molecular graphics: SHELXTL-Plus (Sheldrick, 2008) ; software used to prepare material for publication: SHELXL97 (Sheldrick, 2008) . are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (

